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1 GCAGGAACTTAT 12 

MIIIMIIIII 

1101 CGCGTCACTCACGGGTAGCTCATGGTCGAGCGTAGCATGCAGGAACTTAT 1150 
13 TTGCCGTGCGCTCCCAGGTCTCCGCTCGCGTGCCTTCCAGTCTGTCTCAC 62 

I II Ml I II ! II Mi I III II I II II I II M 1 1 M M i M I II 1 1 1 1 II I 

1151 TTGCCGTGCGCTCCCAGGTCTCCGCTCGCGTGCCTTCCAGTCTGTCTCAC 1200 
63 ACTAGCTGCTGTGGGACGATCGAAGTGGGTGTGTCAGCTAGCTAGCTGCG 112 

I M 1 1 M M Ml 1 1 1 Ml II 1 1 M Ml 1 1 1 M M 1 1 1 1 III M 1 1 1 M M 

1201 ACTAGCTGCTGTGGGACGATCGAAGTGGGTGTGTCAGCTAGCTAGCTGCG 1250 

113 CCGTGACCACGCACATGACCGCAGTGCGCGCGGGGCTGATCAAGGGAAAG 162 

I | I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I t I I I I M I I 11 M I I 
1251 CCGTGACCACGCACATGACCGCAGTGCGCGCGGGGCTGATCAAGGGAAAG 1300 

...» 
163 TGATCGGATGGAGCTGGAGCTCGGGCTCGCGCCGCCGAACCCGCATCAGC 212 

MINIMI Mill! Mlllll Mill II IIIIN iUM 1 : Mill II I! 

1301 TGATCGGATGGAGCTGGAGCTCGGGCTCGCGCCGCCGAACCCGCATCAGC 1350 
213 CGCTGGCTGCCGCCGCCGAGTTCGTCGGTCTCCTCAGCAGCTCGGCTGGC 262 

Ml II MIMMII MM MMMI MMI Ml Ml II III MMI MM 

1351 CGCTGGCTGCCGCCGCCGAGTTCGTCGGTCTCCTCAGCAGCTCGGCTGGC 1400 
263 TCGTGCGGGAACAAGAGGGTTCTCGGCGACGCGTTCGGGGCCGCCAAGGC 312 

1 1 1 1 1 II III I M II II M II MUM I II 1 1 III II I II MM I II I M 

1401 TCGTGCGGGAACAAGAGGGTTCTCGGCGACGCGTTCGGGGCCGCCAAGGC 1450 
313 GGCCACGCTTCCGCTCTTCGTCTGCGAGGATGGCGACGGAGGCGGCGGCG 362 

1 1 1 II 1 1 1 1 1 II 1 1 II 1 1 M 1 1 II II II I II 1 1 1 II 1 1 1 1 M 1 1 1 M I II 

1451 GGCCACGCTTCCGCTCTTCGTCTGCGAGGATGGCGACGGAGGCGGCGGCG 1500 
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363 ACCGCGACCGCGACGGCGTCGTCGACCATGAACAGCAAAGCAACAA. ... 408 

1 1 i 1 1 1 1 i : 1 1 1 1 ; 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 i 1 1 1 

1501 ACCGCGACCGCGACGGCGTCGTCGACCATGAACAGCAAAGCAACAAGTGA 1550 



409 TGTACCCAGGAAGAAGAGGCTGG 431 

IIIIIMIIIIIIIMIIIIMI 

1601 CCCAAATCCGATCCGTGGTGTGTGTAGTGTACCCAGGAAGAAGAGGCTGG 1650 

• • 

432 TGGGGTGGCCGCCGGTGAAGTGCGCGCGTAGGCGTAGCTGCGGCGGCGGG 481 

M I III 1 1 III II MM II III Mill MUM III M III MMMM I 

1651 TGGGGTGGCCGCCGGTGAAGTGCGCGCGTAGGCGTAGCTGCGGCGGCGGG 1700 
482 TACGTGAAGGTGAAGCTGGAAGGGGTGCCCATCGGGCGGAAGGTGGACGT 531 

lllllllllllllllilllllllllllllllllllllllllilllNMI 

1701 TACGTGAAGGTGAAGCTGGAAGGGGTGCCCATCGGGCGGAAGGTGGACGT 1750 

• * 

532 GTCCATCCACGGCTCGTACCAGGAGCTGCTCCGCACGCTCGAGAGCATGT 581 

1 1 M M 1 1 M 1 1 1 M I M 1 1 1 M II 1 1 1 1 1 M I II It 1 1 M 1 1 1 1 1 i 11 1 

1751 GTCCATCCACGGCTCGTACCAGGAGCTGCTCCGCACGCTCGAGAGCATGT 1800 
582 TCCCTTCGGGTAACCAACA. . 600 

I MM Mi II III III IN 

1801 TCCCTTCGGGTAACCAACAAGGTGCGTACGTTCCCGGGCCGCGGCGAGCC 1850 



601 AG 602 

II 

1951 CTCCCGGCACTTAACTTGGTCGCATATACTATTCCTGTAACCTCTGGCAG 2000 

a • " " " 

603 ATCATGCAGAAGACGAGGTGGTGGTCTCGCACGAGCGCCGCCGTCGCCAT 652 

t ! I f 1 1 1 M 1 1 1 1 M 1 1 M M I M I II M M 1 1 1 M I M I M M f I M M 

2001 ATCATGCAGAAGACGAGGTGGTGGTCTCGCACGAGCGCCGCCGTCGCCAT 2050 
653 CCTTATGTAGTCACCTACGAGGACGGCGAAGGGGACTGGTTGCTCGTCGG 702 

MIIIIIIIIIIIIIIIIIIMIIIMIIIIIIIMIIIIIIIMIIIII 

2051 CCTTATGTAGTCACCTACGAGGACGGCGAAGGGGACTGGTTGCTCGTCGG 2100 
703 AGATGATGTGGCGTGGGA. . . ; ■ 720 

Mill Mill III Mill 

2101 AGATGATGTGCCGTGGGAGTACGTATCAGTCACTACTACTGTCGTCTGTA 2150 



72i GGTCTTTGTCAAGTCAGTG 739 

1 1 1 1 1 ll 1 1 1 1 1 1 1 1 1 1 1 1 

2201 GAACTTAAAAACGACGTTGATTTCCTTGCAGGGTCTTTGTCAAGTCAGTG 2250 

• • • * * 

740 AAGCGGCTCAAGATACTTGCGTAGCCGACGGTCGGCGCCTCAGAGACGTC 789 

I I | I I II I I II I I I I I I II I I I I I I II II I II I I I M I M M M I I I M I 
2251 AAGCGGCTCAAGATACTTGCGTAGCCGACGGTCGGCGCCTCAGAGACGTC 2300 
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790 GTGTGGTCCGTCTCACCAGGATCGGAGCAGTGTAGTACTCCTGGGCGTCA 839 

Ml I II M I II II I MM I III Mill II 1 1 1 II II Ml III II I II II) 

2301 GTGTGGTCCGTCTCACCAGGATCGGAGCAGTGTAGTACTCCTGGGCGTCA 2350 
840 TCTGCGTAATAACGTTGTTTCtGTCCTGTGTGCCCGTAGCAGTACGTACT 889 

M M 1 1 1 1 1 M t M M 1 1 1 1 M 1 1 1 II M 1 1 1 1 M I It I M 1 1 1 1 1 II 1 1 

2351 TCTGCGTAATAACGTTGTTTCTGTCCTGTGTGCCCGTAGCAGTACGTACT 2400 
890 GTCCTATAGTAAGCTAGCTTTATGGGGTGCTTCAGCTTTCAGAGCATGAC 939 

1 1 1 Ml M I M M M Ml I !M Ml 1 1 II M 1 1 1 1 M I M 1 1 M I M Ml 

2401 GTCCTATAGTAAGCTAGCTTTATGGGGTGCTTCAGCTTTCAGAGCATGAC 2450 
940 GAAAGCACTGATTAGCTGCTGTCATCACATTTGGTTCGTCTTTGTGTCGT 989 

I MM! I III ! MIIM'illlli Mill lllli Mill!! INI I INN 

2451 GAAAGCACTGATTAGCTGCTGTCATCACATTTGGTTCGTCTTTGTGTCGT 2500 
990 ACGGTATCGCTGGCGTCAGTGTCGCGGCAGCCTAGGTGATCTAAGCATAC 1039 

Ml I Ml II 1 1 M I M III MM MM MMMM MM 1 1 1 M I II Ml 

2501 ACGGTATCGCTGGCGTCAGTGTCGCGGCAGCCTAGGTGATCTAAGCATAC 2550 
1040 TTACTATCTCAAGTTACTTTTGGTTTCCTGAGCTTGCATGGTAATTCATA 1089 

I Mill lllllll IIIIMIIIIIIMIIMIIIMIIMIIMIIIMI 

2551 TTACTATCTCAAGTTACTTTTGGTTTCCTGAGCTTGCATGGTAATTCATA 2600 
1090 TACCGTATACGTGTGTGACTCAGGGGCGAAGCTGCCTTAAGGCACAGGGG 1139 

MM I II Mi M 1 1 M M MMMM Ml M MM M I M M 1 1 1 1 M I M Ml 

2601 TACCGTATACGTGTGTGACTCAGGGGCGAAGCTGCCTTAAGGCACAGGGG 2650 
1140 TCACCGGACCCGATGGAATTTATCAAATCCAGTGTAAAATACTATTTAAC 1189 

: 1 1 1 1 ! M 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 N 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 M I 

2651 TCACCGGACCCGATGGAATTTATCAAATCCAGTGTAAAATACTATTTAAC 2700 
1190 ACTGTTCATCAATATATTTGATTTC 1214 

IIIIIIIIIIM IIMIIIMM II 

2701 ACTGTTCATCAATATATTTGATTTCAATAATTCATGGAGCTGACCTTGTG 2750 



